GenBank accession nos. , in the context of E1 sequences representing the 3 major described CHIKV lineages: ECSA (including the Indian Ocean lineage), Asia-Caribbean, and West Africa We computed evolutionary distances using the Kimura 2-parameter method and inferred evolutionary history using the neighbor-joining method. We used the closest relative alphavirus O'nyong'nyong virus as an outgroup. Bootstraps were generated using 1,000
replicates; only those >70 are shown. Scale bars represent the genetic distance (substitution per nucleotide position). ECSA, East/Central/South African.
